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Figure 1 ( *EQ fyO : Jf?e) 


GAT(3^CTTCTTTTCCATTCAGAGTCCTCTGATTCAGATTTT^ 
TTAATAAAAATACAACTCAGATCCTTCAAATATGAAACT^ 

TTGCTACGTATAATTATTAATATCCTGACTAGGTTGTGGTTGGAGGGTTATTACTTTTCATTTTACCATGCAGTCCAAATCTAAAC 

TGCTTCTACTGATGGTTTACAGC^TTCTGAGATAAG^^ 

AATAAACACAGAATATAATAjuUVTGAGATAATCTAGCTTAAAACT 
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fig. 2 a (sea tb rot: J.s*9 t^ggo) \ ; 
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FIG, 2B 
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FIG. 2C 
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Figure 3: Protein Sequence for 101P3A11 (j^tCJL of &EQ -Z* AO.'JMto) 
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Figure 4 ? . 

Alignment of 101P3A11 (Sbjct) with mouse olfactory receptor S25 (Query) V;. t . , 

Query: 34 GNYTWTE F I LLGLTDD ITVS VI LFVMFL I VYS VTLMGNLNI I VLI RTS PQLHTPMYLFL 93 

GN + T FIL+GL L +Y + ++GNL II ++RT LH PMY+FL 

Sbjct: 6 GNESSATYFILIGLPGLEEAQFWIiAFPLCSLYLIAVLGNIiTIIYIVRTEHSIiHEPMYIFL 65 

Query: 94 SHLAFLD IG YS S S VTPI MLRGFLRKGTF I PVAGCVAQLC I WAFGTSES FLLASMAYDRY 153 

L+ +DI S+S P ML F T I C+ Q+ + + ES +L +MA+DRY 
Sbjct: 66 CMLSGIDILISTSSMPKMLAIFWFNSTTIQFDACLLQIFAIHSLSGMESTVLLAMAFDRY 125 

Query: 154 VAICSPLLYSTQMSSTVCILLVGTSYLGGWVNAWIFTGCSLNLSFCGPNKINHFFCDYSP 213 

VAIC PL ++T ++ + + + G L FC N ++H +C + 

Sbjct: 126 VAICHPLRHATVLTLPRVTKIGVAAVVRGAAL MAPLPVFI KQLPFCRSNILSHSYCLHQD 185 

Query: 214 LLKLSCSHDFSl^VIPAXSSGSIIVVTVFIIALSYVYILVSILKMRSTEGRQKAFSTCTS 273 

++KL+C V I S I + +1+ SY+ IL ++L + + E + KAF TC S 

Sbjct: 186 VMKLACDDIRVNVVYGLIVIISAIGLDSLLISFSYLLILKTVLGL-TRE 244 

Query: 274 HLTAVTLFFGriTFIYVMPQSSYSTDQNJC WS VF YTWI PMLNPL I YS FRNKEVKE 32 9 

H+ AV +F+ + FI +' +S ++ +++ Y +V P+LNP++Y + KE+++ 

Sbjct: 245 HVCAVFIFY- -VPFIGLSMVHRFSKRRDSPLPVILANIYLLVPPVLNPIVYGVKTKEIRQ 302 


Query: 330 AMKKL 334 (*€Q TSfe £&g t) 


+ +L 


Sbjct: 303 RILRL 307 (*E(k J» JVC : 48**) 


XOOfM*t-6«3 -OSS 

Figure 23: Alignment of 101P3A1 1-PH0R-1 with the rat GPCR RA1C (gi|3420759). V: 

V'..., 

Identities = 179/299 (59%), Positives = 23 1/299 (76%), Gaps = 1/299 (0%) S; > > . ' 

PHOR: 14 FILIGLPGLEEAQFWLAFPLCSLYLIAVLGNLTI I YI VRTEHSLHEPMYI FLCMLSGIDI 73 

F+LIG+PGLEEA FW FPL S+Y +A+ GN +++IVRTE SLH PMYf FLCML+ ID+ 
RA1C: 11 FMLIGIPGLEEAHFWFGFPLLSMYAVALFGNCIWFIVRTERSLHAPMra^ 70 

PHOR: 74 LISTSSMPKMIAIFWFNSTTIQFDACLLQIFAIHSLSGME 133 

+STS+MPK+LA+FWF+S I FDACL Q+F IH+LS +EST+ LLAMA FDR YVAICHPLR 
RA1C: 71 ALSTSTMPKILALFWFDSREITFDACLAQMFFIHALSAI 130 

PHOR: 134 HATVLTLPRVTKI GVAAWRGAALMAPLPVFI KQLPFCRSNI LSHS YCT^HQDVMKLACDD 193 

HA VL +IG+ A+VRG+ PLP+ IK+L FC SN+LSHSYC+HQDVMKLA D 

RA1C: 131 HAAVLNNTVTVQIQ4VALVRGSLFFFPLPLLI 190 

PHOR: 194 IRVNWYGLIVI I SAIGLDSLLI S FS YLLILKTVLGL- TREAQAXAFGTCVSHVCAVFI F 252 

NWYGL 1+ +G+D + IS SY LI++ VL L ++ +AKAFGTCVSH+ V F 
RA1C: 191 TLPNVVYGLTAILLVMGVDVMFISLSYFLIIRAVLQLPSKSERAKAFGTC^SHIGVVLAF 250 

PHOR: 253 WPFIGLSMVHRFSKRRDSPLPVILANIYLLVPPVLNPIVYGVKTKEIRQRILRLFHVA 311 (SEQ j£ W) : JSMi) 

YVP IGLS+VHRF D + V++ ++YLL+PPV+NPI+YG KTK+IR R+L +F ++ 
RA1C: 251 YVPLI GLS WHRFGNSLDP I VHVLMGDVYLLLP P VI NP 1 1 YGAKTKQI RTRVLAMFKI S 3 0 9 (iSR J** AO • 


Figure 24: Alignment of 101P3A11-PHOR-1 with the human prostate specific 

GPCR. (gi 1 13540539) ~ V-> * 

Identities = 179/299 (59%), Positives = 233/299 (77%), Gaps = 1/299 (0%) * v : • " 

PHOR: 14 FILIGLPGLEEAQFWLAFPIXTSLYLI AVLGNLTI I YIVRTEHSLHEPMYI FLCMLSGIDI 73 

F+LIG+PGLE+A FW+ FPL S+Y++A+ GN +++IVRTE SLH PMY+FLCML+ ID+ 
GPCR: 11 FVLIGIPGLEKAHFWGFPLLSMYWAMFGN^^ 70 

PHOR: 74 LISTSSMPKMLAIFWFNSTTIQFDACLLQIFAI^ 133 

+STS+MPK+LA+FWF-rS I F+ACL Q+F IH+LS +EST+LLAMAFDRYVAICHPLR 
GPCR: 71 ALSTSTMPKI LALFWFDSRE I S FEACLTQMFFI HALSAI ESTI LLAMAFDRYVAI CHPLR 130 

PHOR: 134 HATVLTLPRVTKIGVAaVVRGAALMAPLPVF^ 193 

HA VL +IG+ AWRG+ PLP+ IK+L FC SN+LSHSYC+HQDVMKLA D 

GPCR: 131 HAAViaJNTVTAQIGIVAVVRGSLFFFPLPLL^ 190 

PHOR: 194 I RVNWYGLI VI ISAIGLDSLLI S FS YLLI LKTVLGL - TREAQAKAFGTCVSHVCAVFI F 252 

NWYGL 1+ +G+D + IS SY LI++TVL, L ++ +AKAFGTCVSH+ V F 
GPCR: 191 TLPNVVYGLTAILLVMGVDVMFISLSYFLIIRTVLQLPSKSERAKAFGTCVSHIGVVI^ 250 

PHOR: 253 YVPFIGLSMVHRFSKRRDSPLPVILANIYLLVPPVLNPIVYGVKTKEIRQRILRLFHVA 311 f££Q.TB AX>: AMS) 

YVP IGLS+VHRF + V++ + 1 YLL+PPV+NPI + YG KTK+IR R+L +F ++ 

GPCR: 251 YVPLIGLSVVHRFGNSLHPIWVVMGDIYLLLPPVINPIIYGAKTKQIRTRVLAMFKIS 309 ($£Q J% M> tJttSC) 


ISQ|M%6g .OS 



Figure 25: Alignment with human olfactory receptor 51112 (gi| 14423 836) ^ ' 

Identities = 163/304 (53%), Positives = 214/304 (69%), Gaps = 1/304 (0%) C' 

PHOR: 7 NESSATYFILIGLPGLEEAQFWLAFPLCSLYLIAVXGNLTIIYIVl^TEHSLHEPMYIFLC 66 V-.. :; ; 

N + +F+L G+PGLE + WL+ PLC +Y +A+ GN 1+ VR E SLHEPMY FL V .... 

H0R5: 5 NVTHPAFFLLTGI PGLESSHSWLSGPLCVMYAVALGGNTVT LQAVRVEPSLHEPMYYFLS 64 ^ .\. 

PHOR: 67 MLSGIDILISTSSMPKMI^IFWFNSTTIQFDACLLQIFAIHSLSGMEST^LAMAFDRYV 126 

MLS D+ IS +++P +L F N+ I FDACL+Q+F IH S MES + LLAM+ FDRYV 
HOR5: 65- MLSFSDVAISMATLPTVLRTFCI^ARNITFDACLIQMFLIHFFSMMESGILLAMS FDRYV 124 

PHOR: 127 AICHPLRHATVLTLPRVTKIGVAAVVRGAALMAPLPVFIKQLPFCRSNILSHSYCLHQDV i86 

AIC PLR+ATVLT + +G+ A R + PLP IK+LP CRSN+LSHSYCLH D+ 
H0R5: 125 AI CDPLRYATVLTTEVI AAMGLGAAARS FITLFPLPFLI KRLP I CRSNVLSHS YCLHPDM 184 

PHOR: 187 MKLACDDIRVNVVYGLIVIISAIGLDSLLISFSYLLILKTVLGL-TREAQAKAFGTCVSH 245 

M+LAC DI +N +YGL V++S G+D I SY+LIL++V+ +RE + KA TCVSH 
H0R5: 185 MRLACADISINSIYGLFVLVSTFGMDLFFIFLSYVXIL^ 244 

PHOR: 246 VCAVFIFYVPFIGLSMvTOFSKRRDSPLPVII^IYLLVPPVXNPIvYGVKTKEIRQRIL 305 

+ AV FYVP IG+S VHRF K + V+++N+YL VPPVLNP++Y KTKEIR+ I 

H0R5: 245 ILAVLAFYVPMIGVSTVHRFGKHVPOTIHVLMSNW 304 


PHOR: 306 RLFH 309 ( fifcQ T\D ■ 228*) 


R+FH 


H0R5: 305 RMFH 308 3& T\D JUS9t) 


